Supporting Tables 19
Fig. S3 Maximum Likelihood-based phylogeny of PCR-extended V6-tags which were assigned to the phyla Aquificae and Thermotogae 4 Fig. S4 Sponge-specific clusters identified in a previous analysis of all sponge-derived 16S rRNA gene sequences which were publicly available as of February 28, 2006. 5
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Supporting Figures
Fig . S1 Diversity of sponge-associated bacterial communities and bacteria in the surrounding seawater. Rarefaction curves showing the number of bacterial operational taxonomic units (OTUs) using 80%, 85%, 90%, and 95% sequence similarity thresholds for the sponges Ianthella basta (Ia), Ircinia ramosa (Ir), Rhopaloeides odorabile (adults (R) and larvae (Rl)), and surrounding seawater (W). Similarity between sponge-associated bacterial communities and bacteria in the surrounding seawater. Heatmaps illustrating Bray-Curtis similarities based on taxonomic assignments of V6 sequence tags of sponge and seawater samples at different taxonomic levels. Sample numbers: 1-3, R. odorabile; 4-6, R. odorabile larvae; 7-9, I. basta; 10-12, I. ramosa; 13-16, seawater. . Maximum likelihood-based phylogeny of PCR-extended V6-tags which were assigned to the phyla Aquificae and Thermotogae. Specific PCR primers were designed for the most frequently retrieved tag sequence for each of these phyla and these primers were used together with a Bacteria-specific forward primer to PCRamplify the corresponding 16S rRNA gene fragments from the sponge symbionts of R. odorabile. Similarities of the extended tag sequences and the reference sequences to the respective V6 tag sequences are indicated in bold behind the sequence names. Sequences included in the database used for taxonomic tag assignment are labelled in blue, sequences imported from public databases but not included in the assignment database (e.g. because they were published recently or were too short) are labelled in green. Dashed lines connect short sequences which were added to the maximum likelihood tree via the ARB Parsimony Interactive Tool without changing the overall tree topology. Stars indicate that the respective sequence does not include the V6 region. Using the Aquificae-tag-specific PCR primer GGGTCACCCTGGCTTTC, clone FAXHT8W02F0YQN_ex (1001 nucleotides) was amplified. This clone covers 29 nucleotides (excluding the PCR primer binding region) of the targeted V6 tag sequence and this sequence stretch is identical to the respective tag sequence. Using the Thermotogae-tag-specific PCR primer TTGCGGGTCCCTTGCCTT, clone FAXHT8W02F3L34_ex (1016 nucleotides) was amplified. This clone covers 31 nucleotides (excluding the PCR primer target region) of the targeted V6 tag sequence and all 31 nucleotides are identical to the original tag sequence. Phylogenetic analysis revealed that both extended V6 clones cluster within the phylum Chloroflexi. Sponge-specific clusters within selected Gammaproteobacteria, based on Suppl. Tables   Table S1 Taxonomic assignments of V6 sequence tags from sponge and seawater samples at the genus level. Relative abundances (in %) are denoted. Sample numbers: 1-3, R. odorabile; 4-6, R. odorabile larvae; 7-9, I. basta; 10-12, I. ramosa; 13-16, seawater. Table S3 Taxonomic assignments of V6 sequence tags from sponge and seawater samples at the family level. Relative abundances (in %) are denoted. Sample numbers: 1-3, R. odorabile; 4-6, R. odorabile larvae; 7-9, I. basta; 10-12, I. ramose; 13-16, seawater. 
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